ABSTRACT Wes44 and Carmen17 are siphoviruses that infect Bacillus thuringiensis DSM-350. Wes44 contains 42,248 base pairs and 54 predicted genes; Carmen17 contains 41,820 base pairs and 51 predicted genes. The genomes are 95% similar to each other and distantly related to Bacillus cereus bacteriophage PBC1.
Carmen17, and no infection was evident using approximately 2 ϫ 10 5 PFU. The predicted endolysin from the two phages was highly similar (60% amino acid identity) to the related endolysins from PBC1 and phage 12826, which have been tested as a detection method for B. cereus (10) .
PBC1, Wes44, and Carmen17 will constitute a new Bacillus phage cluster, which has not yet been named.
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ ENA/GenBank under the accession numbers MG784342 for Carmen17 and MH598512 for Wes44. The short read sequences have been deposited under BioProject number PRJNA515721 and Sequence Read Archive number SRP182825. 
